Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.059; wR factor = 0.118; data-to-parameter ratio = 17.7.
In the salicylate anion of the title salt, C 5 H 7 N 2 + ÁC 7 H 5 O 3 À , an intramolecular O-HÁ Á ÁO hydrogen bond generating an S(6) ring motif is observed. In the crystal structure, the cations and anions are linked into a two-dimensional network parallel to the ab plane by N-HÁ Á ÁO and C-HÁ Á ÁO hydrogen bonds. The network contains R 2 2 (7) and R 1 2 (4) ring motifs. Weakinteractions between the benzene and pyridinium rings [centroid-centroid distance = 3.688 (1) Å ] are also observed.
Related literature
For the biological activity of 4-aminopyridine, see: Schwid et al. (1997) . For the crystal structure of 4-aminopyridine, see: Chao & Schempp (1977) ; Anderson et al. (2005) . For related structures, see : Bhattacharya et al. (1994) ; Karle et al. (2003) ; Gellert & Hsu (1988) ; Hemamalini & Fun (2010) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . For bondlength data, see: Allen et al. (1987) . For the stability of the temperature controller used in the data collection, see : Cosier & Glazer (1986 Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2009 ); cell refinement: SAINT (Bruker, 2009 ); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008 ); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 showing that fampridine improves motor function in MS patients (Schwid et al., 1997) . The crystal structure of 4-amino pyridine was first reported by Chao and Schempp (1977) and a redetermination was reported by Anderson et al. (2005) .
Salicylic acid (SA) is a common component in liquid scintillation systems. Salts of salicylic acid are good candidates for dry solid scintillators. Knowledge of these structural data is important to the development of a fundamental understanding of its scintillating properties, and more generally a predictive capability for tailoring materials to achieve desired scintillation properties. The present study has been carried out in order to study the hydrogen bonding patterns present in the crystal structure of 4-aminopyridinium salicylate, (I).
The asymmetric unit of (I) (Fig. 1 ) contains one 4-aminopyridinium cation and one salicylate anion, indicating that proton transfer occurred during the co-crystallisation experiment. Protonation leads to the widening of C8-N1-C12 angle in the pyridine ring to 120.26 (16)°, compared to 115.25 (13)° in neutal 4-aminopyridine (Anderson et al., 2005) . This type of protonation has been observed in various 4-aminopyridine acid complexes (Bhattacharya et al., 1994; Karle et al., 2003) .
The bond lengths (Allen et al., 1987) and angles are within normal ranges.
In the crystal packing (Fig. 2) , the protonated N atom and the hydrogen atom attached to atom C12 are hydrogen-bonded to the carboxylate oxygen atoms (O2 and O3) via N1-H1N1···O3 and C12-H12A···O2 hydrogen bonds, leading to the formation of an R 2 2 (7) ring motif (Bernstein et al., 1995) . The carboxylate O atoms of the salicylate anion act as acceptors of bifurcated N1-H1N1···O2 and N1-H1N1···O3 hydrogen bonds with the protonated aromatic ring N atom of the 4-aminopyridinium cation, forming a ring with the graph-set notation R 2 1 (4). Furthermore, these two motifs are connected via N2-H1N2···O2 and C11-H11A···O3 (Table 1) hydrogen bonds, forming a two-dimensional network parallel to the ab-plane. There is an intramolecular O1-H1O1···O3 hydrogen bond in the salicylate anion, which generates an S(6) ring motif. This motif is also observed in the crystal structures of 2-aminopyridinium salicylate (Gellert & Hsu, 1988 ) and 2-amino-5-chloropyridinium salicylate (Hemamalini & Fun, 2010) . The crystal structure is further stabilized by π-π interactions between the benzene ring at (x, y, z) and pyridinium ring at (3/2-x, 1/2+y, z) with a centroid-to-centroid distance of 3.688 (1) Å. were refined using a riding model, with U iso (H) = 1.2 U eq (C). Figures   Fig. 1 . The asymmetric unit of the title compound. Displacement ellipsoids are drawn at the 50% probability level. Dashed line indicates the intramolecular hydrogen bond. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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